. Axial distribution of each of the four helical segments, S1-S4, in each of the five systems (WT, VD, VS, D112V, and D112S) accumulated from the MD simulations in a lipid bilayer (solid line). Gaussian fits are also shown (dashed lines) for each of the curves. The five systems retained highly similar helical arrangements, with only small deviations in the average position of each helix relative to the rest of the protein. In all five systems, the average position of helix S1 was 0.73 ± 0.06 Å (SEM between the five systems), whereas helices S2, S3, and S4 were located at 0.34 ± 0.05 Å, 1.80 ± 0.16 Å, and 0.53 ± 0.06 Å, respectively. In other words, the registry of the four helices relative to one another was identical throughout the simulations of all five systems. Figure S2 . Axial distribution of S1-S4 from the five systems (colored lines) are superimposed, and a unique Gaussian fit is obtained for the combined data for each helix (salmon surface). The distribution of S1 fits a Gaussian distribution at 0.75 Å (standard deviation  = 0.4 Å). Likewise, the fits for helices S2, S3, and S4 were 0.3 ( = 0.5), 1.8 ( = 0.7), and 0.5 ( = 0.4) Å, respectively. The results emphasize the small amplitude of the axial fluctuations and show that S1 does not exhibit significant plasticity in the axial direction. Measurements were made at symmetrical pH 7.0, with TMA + or CH 3 SO 3  replaced by cations or anions at concentrations of 100 mM. The small changes in V rev were of the same order as variability and liquid junction potentials.
Table S1 Impermeability of D112V/V116D and D112V/V116D/R211H channels to ions
Construct Ion V rev mean ± SEM (n) V jct correction Corrected V rev
